. Synteny analysis. The plot shows the frequency of genomic fragments (intervals) up to 10.000 bp. shared between C. sputorum and the remaining genomes analyzed. The genomes of C. jejuni RM1221 and C. coli RM2228 were used in this analysis.
. Secretomes sizes. Each bar shows for each genome, the percentage of its total proteome that was predicted as secreted. Green bars belong to oral campylobacters. The boxplot at the top is an alternative presentation of the same data, highlighting the significant differences between oral species and the rest. Tables   Table S1 . Number of genes coding for DSB proteins among genomes. 
